ABSTRACT We report the first nearly complete genome sequence of a porcine sapelovirus (PSV) A strain that was identified from feces of piglets suffering from diarrhea in Italy in 2015. Phylogenetic investigations revealed a separate clustering for the Italian PSV, indicating unique molecular features.
(aa) polyprotein, preceded by a 475-nt 5= untranslated region (UTR) and followed by a 75-nt 3= UTR.
Fifty-one complete sapelovirus genomes are available in public databases, with none from Italy and only four from Europe (as of January 2019). The nucleotide identities of Sapelo_A_Italy/DIAPD5469-10/2015 with the full-length sequences available range from 84.05 to 86.62% and from 94.08 to 96.05% with partial Italian PSV sequences. The phylogenetic investigations of the amino acid and nucleotide sequences of the VP proteins (Fig. 1) and the entire polyprotein revealed a distinctive clustering of the Italian strain, indicating that the circulation of PSVs with unique molecular features is likely.
Data availability. HiSeq raw data were submitted to the NCBI Sequence Read Archive (SRA) under accession number SRR6297822. The nucleotide sequence of Sapelovirus_A_Italy/DIAPD5469-10/2015 is deposited in GenBank under accession number MK497044.
